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(57) ABSTRACT 

Genes that are up- or down-regulated during differentiation 
provide important leverage by Which to characterize and 
manipulate early-stage pluripotent stem cells. Over 35,000 
unique transcripts have been ampli?ed and sequenced from 
undifferentiated human embryonic stem cells, and three 
types of differentiated progeny. Statistical analysis of the 
assembled transcripts identi?ed genes that alter expression 
levels as differentiation proceeds. The expression pro?le 
provides a marker system that has been used to identify 
particular culture components for maintaining the undiffer 
entiated phenotype. The gene products can also be used to 
promote differentiation; to assess other relatively undiffer 
entiated cells (such as cancer cells); to control gene expres 
sion; or to separate cells having desirable characteristics. 
Manipulation of particular genes can be used to forestall or 
focus the differentiation process, en route to producing a 
specialized homogenous cell population suitable for human 
therapy. 
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Figure 2 
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Figure 5 
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Figure 6(A) 
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Figure 6(B) 

Expression relative to undifferentiated hES cells Expression relative to undifferentiated hES cells 

GFP Receptor 

returned to conditioned media 
I I 

ICond 4| Cond 5i Cond ricond 8| Cond illCond 4|Cond SiCond 6| Cond 7|Cond 81 

[I] 4 passages 

I 8 passages 0.01 5 

0.001 1 

hTERT 

returned to conditioned media 
I ‘I 

|Cond 4| Cond 5| Cond 7|Cond 8| 10 Llond 3iCond 4 iCond SiCond 6| Cond 7]Cond 8| 

1:} 4 passages 

I 8 passages 0.01 

0.001 



US 2003/0224411 A1 

GENES THAT ARE UP- OR DOWN-REGULATED 
DURING DIFFERENTIATION OF HUMAN 

EMBRYONIC STEM CELLS 

TECHNICAL FIELD 

[0001] This invention relates generally to the ?eld of cell 
biology of stem cells. More speci?cally, it relates to pheno 
typic markers that can be used to characterize, qualify, and 
control differentiation of pluripotent cells, and to evaluate 
clinical conditions associated With marker expression. 

BACKGROUND 

[0002] Apromising development in the ?eld of regenera 
tive medicine has been the isolation and propagation of 
human stem cells from the early embryo. These cells have 
tWo very special properties: First, unlike other normal mam 
malian cell types, they can be propagated in culture almost 
inde?nitely, providing a virtually unlimited supply. Second, 
they can be used to generate a variety of tissue types of 
interest as a source of replacement cells and tissues for use 
in therapy. 

[0003] Thomson et al. (Science 2821114, 1998; US. Pat. 
No. 6,200,806) Were the ?rst to successfully isolate and 
propagate embryonic stem cells from human blastocysts. 
Gearhart and coWorkers derived human embryonic germ cell 
lines from fetal gonadal tissue (Shamblott et al., Proc. Natl. 
Acad. Sci. USA 95113726, 1998;U.S. Pat. No. 6,090,622). 

[0004] International Patent Publication WO 99/20741 
(Geron Corp.) describes methods and materials for the 
groWth of primate-derived primordial stem cells. Interna 
tional Patent Publication WO 01/51616 (Geron Corp.) pro 
vides techniques for groWth and differentiation of human 
pluripotent stem cells. An article by Xu et al. (Nature 
Biotechnology 191971, 2001) describes feeder-free groWth 
of undifferentiated human embryonic stem cells. LebkoWski 
et al. (Cancer J. 7 Suppl. 21S83, 2001) discuss the culture, 
differentiation, and genetic modi?cation of human embry 
onic stem cell for regenerative medicine applications. These 
publications report exemplary culture methods for propa 
gating human embryonic stem cells in an undifferentiated 
state, and their use in preparing cells for human therapy. 

[0005] Markers for identifying undifferentiated pluripo 
tent stem cells include SSEA-4, Tra-1-60, and Tra-1-81 
(Thomson et al. and Gearhart et al., supra). They also 
express human telomerase reverse transcriptase, and the 
POU transcription factor Oct 3/4 (WO 01/51616; Amit et al., 
Dev. Biol. 2271271, 2000; Xu et al., supra). 

[0006] Loring et al. (Restor. Neurol. Neurosci. 18181, 
2001) revieW gene expression pro?les of embryonic stem 
cells and ES-derived neurons. Pesce et al. (Bioessays 
201722, 1998) comment on the potential role of transcription 
factor Oct-4 in the totipotent germ-line cycle of mice. 
Gajovic et al. (Exp. Cell Res. 2421138, 1998) report that 
genes expressed after retinoic acid-mediated differentiation 
of embryoid bodies are likely to be expressed during embryo 
development. Zur Nieden et al. (Toxicol. in Vitro 151455, 
2001) propose certain molecular markers for embryonic 
stem cells. Henderson et al. (Stem Cells 201329, 2002) report 
that pre-implantation human embryos and ES cells have 
comparable expression of SSEAs. Tanaka et al. (Genome 
Res. 1211921, 2002) pro?le gene expression in mouse ES 
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cells to identify candidate genes associated With pluripo 
tency and lineage speci?city. Draper et al. (J. Anat. 2991249, 
2002) revieW change of surface antigens of human embry 
onic stem cells upon differentiation in culture. 

[0007] Kelly et al. (Mol Reprod. Dev. 561113, 2000) report 
DNA microarray analyses of genes regulated during the 
differentiation of embryonic stem cells. Woltjen et al. (Nucl. 
Acids Res. 281E41, 2000) report retro-recombination 
screening of a mouse embryonic stem cell genomic library. 
Monk et al. (Oncogene 2018085, 2001) list human embry 
onic genes re-expressed in cancer cells. Tanaka et al. 
(Genome Res. 1211921, 2002) discuss gene expression pro 
?ling of embryo-derived stem cells, and candidate genes 
putatively associated With pluripotency and lineage speci 
?city. Monk et al. report developmental genes identi?ed by 
differential display (Reprod. Fertil. Dev. 13151, 2001). 
Natale et al. (Reprod. 1221687, 2001) characteriZe bovine 
blastocyst gene expression patterns by differential display 
RT-PCR. 

[0008] Fan et al. (Dev. Biol. 2101481,1999) propose that 
forced expression of the homeobox-containing gene Pem 
blocks differentiation of embryonic stem cells. Abdel-Rah 
man et al. (Hum. Reprod. 1012787, 1995) report the effect of 
expressing transcription regulating genes in human preim 
plantation embryos. Jackson et al. (J. Biol. Chem. 
277138683, 2002) describe the cloning and characteriZation 
of Ehox, a homeobox gene that reportedly plays a role in ES 
cell differentiation. 

[0009] The following disclosure provides neW markers 
and marker combinations that are effective means to iden 
tify, characteriZe, qualify, and control differentiation of 
pluripotent cells. 

SUMMARY OF THE INVENTION 

[0010] This invention identi?es a number of genes that are 
up- or doWn-regulated during the course of differentiation of 
early-stage pluripotent stem cells obtained from primates, 
exempli?ed by human embryonic stem cells. As a conse 
quence, the genes are differentially expressed in undiffer 
entiated versus differentiated cells. This property confers 
special bene?t on these genes for identi?cation, character 
iZation, culturing, differentiation, and manipulation of stem 
cells and their progeny, and other cells that express the same 
markers. 

[0011] One aspect of this invention is a system for assess 
ing a culture of undifferentiated primate pluripotent stem 
(pPS) cells or their progeny, in Which expression of one or 
more of the identi?ed markers listed in the disclosure is 
detected or measured. The level of expression can be mea 
sured in isolation or compared With any suitable standard, 
such as undifferentiated pPS cells maintained under speci 
?ed conditions, progeny at a certain stage of differentiation, 
or stable end-stage differentiated cells, such as may be 
obtained from the ATCC. Depending on Whether the mark 
er(s) are up- or doWn-regulated during differentiation, pres 
ence of the markers is correlated With the presence or 
proportion of undifferentiated or differentiated cells in the 
population. 

[0012] An exemplary (non-limiting) combination suitable 
for qualifying cultures of undifferentiated pPS cells is a 
marker selected from the list of Cripto, gastrin-releasing 
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peptide (GRP) receptor, and podocalyxin-like protein, in 
combination With either hTERT and/or Oct 3/4 (POU 
domain, class 5 transcription factor), or a second marker 
from the list. Additional markers can also be measured as 
desired. Markers can be detected at the mRNA level by PCR 
ampli?cation, at the protein or enZyme product level by 
antibody assay, or by any suitable technique. 

[0013] The marker system of this invention can be used 
for quantifying the proportion of undifferentiated pPS cells 
or differentiated cells in the culture; for assessing the ability 
of a culture system or component thereof (such as a soluble 
factor, culture medium, or feeder cell) to maintain pPS cells 
in an undifferentiated state; for assessing the ability of a 
culture system or component thereof to cause differentiation 
of pPS cells into a culture of lineage-restricted precursor 
cells or terminally differentiated cells; or for any other 
WorthWhile purpose. This invention includes kits and the use 
of speci?c reagents in order to measure the expression of the 
markers Whenever appropriate. 

[0014] This invention also provides a system assessing the 
groWth characteristics of a cell population by detecting or 
measuring expression of one or more of the differentially 
expressed marker genes identi?ed in this disclosure. This 
can be applied not only to various types of pPS cells and 
progenitor cells in various stages of differentiation, but also 
to clinical samples from a disease condition associated With 
abnormal cell groWth. ReneWed expression of markers of a 
relatively undifferentiated phenotype may be diagnostic of 
disease conditions such as cancer, and can serve as a means 

by Which to target therapeutic agents to the disease site. 

[0015] The marker system can also be used to regulate 
gene expression. Transcriptional control elements for the 
markers Will cause an operatively linked encoding region to 
be expressed preferentially in undifferentiated or differenti 
ated cells. For example, the encoding sequence can be a 
reporter gene (such as a gene that causes the cells to emit 
?uorescence), a positive selection marker (such as a drug 
resistance gene), or a negative selection marker. Vector 
constructs comprising recombinant elements linked in this 
fashion can be used to positively select or deplete undiffer 
entiated, differentiated, or cancerous cells from a mixed 
population or in vivo, depending on the nature of the effector 
gene and Whether transcription is up- or doWn-regulated 
during differentiation. They can also be used to monitor 
culture conditions of pPS cells, differentiation conditions, or 
for drug screening. 

[0016] The marker system of this invention can also be 
used to sort differentiated cells from less differentiated cells. 
The marker can be used directly for cell separation by 
adsorption using an antibody or lectin, or by ?uorescence 
activated cell sorting. Alternatively, these separation tech 
niques can be effected using a transcription promoter from 
the marker gene in a promoter-reporter construct. 

[0017] The marker system of this invention can be used to 
map differentiation pathWays or in?uence differentiation. 
Markers suited for this purpose may act as transcription 
regulators, or encode products that enhance cell interaction 
in some fashion. pPS cells or their differentiated progeny are 
genetically altered to increase expression of one or more of 
the identi?ed genes using a transgene, or to decrease expres 
sion, for example, using an antisense or siRNA construct. 
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Alternatively, gene products involved in cell interaction or 
signaling can be added directly to the culture medium. The 
effect of this can be to help maintain the transfected cell in 
the undifferentiated state, promote differentiation in general, 
or direct differentiation doWn a particular pathWay. 

[0018] Another aspect of the invention are methods for 
identifying these and other genes that are up- or doWn 
regulated upon differentiation of any cell type. The methods 
involve comparing expression libraries obtained from the 
cells before and after differentiation, by sequencing tran 
scripts in each of the libraries, and identifying genes that 
have statistically signi?cant differences in the relative num 
ber of transcripts (as a percentage of transcripts in each 
library) at a con?dence level of 67%, 95%, or 98%. The 
method can be enhanced by creating assemblies in Which 
different sequences are counted for the same transcript if 
they are knoWn to correspond to a single transcript accord 
ing to previously compiled data. 

[0019] Amongst the differentially expressed markers iden 
ti?ed in this disclosure are 39 nucleotide sequences Which 
are not present in their entirety in the UniGene database. 
These are listed in this disclosure as SEQ. ID NOszlOl to 
139. This invention includes novel nucleic acids consisting 
of or containing any of these sequences or the complemen 
tary sequences, and novel fragments thereof. This invention 
also includes novel polypeptides encoded in these sequences 
(made either by expressing the nucleic acid or by peptide 
synthesis), antibodies speci?c for the polypeptides (made by 
conventional techniques or through a commercial service), 
and use of these nucleic acids, peptides, and antibodies for 
any industrial application. 

[0020] Also embodied in this invention are culture con 
ditions and other cell manipulations identi?ed using the 
marker system of this invention that are suitable for main 
taining or proliferating pPS cells Without alloWing differen 
tiation, or causing them to differentiate in a certain fashion. 
Culture conditions tested and validated according to this 
invention are illustrated in the example section. 

[0021] Other embodiments of the invention Will be appar 
ent from the description that folloWs. 

DRAWINGS 

[0022] FIG. 1 shoWs the pro?le of genes preferentially 
expressed in undifferentiated pluripotent stem cells, upon 
preliminary differentiation of the cells by culturing in ret 
inoic acid or DMSO. Level of gene expression at the mRNA 
level Was measured by real-time PCR assay. Any of the 
genes shoWing substantial doWn-regulation upon differen 
tiation can be used to characteriZe the undifferentiated cell 
population, and culture methods suitable for maintaining 
them in an undifferentiated state. 

[0023] FIG. 2 shoWs the level of expression of ?ve genes 
in hES cells, compared With fully differentiated cells. This 
?ve-marker panel provides robust quali?cation of the undif 
ferentiated phenotype. 

[0024] FIG. 3 shoW results of an experiment in Which hES 
cells of the H1 line Were maintained for multiple passages in 
different media. Medium conditioned With feeder cells pro 
vides factors effective to alloW hES cells to proliferate in 
culture Without differentiating. HoWever, culturing in uncon 
ditioned medium leads to decreased percentage of cells 
expressing CD9, and the classic hES cell marker SSEA-4. 
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[0025] FIG. 4 illustrates the sensitivity of hTERT, Oct 3/4, 
Cripto, GRP receptor, and podocalyxin-like protein (mea 
sured by real-time PCR) as a means of determining the 
degree of differentiation of the cells. After multiple passages 
in unconditioned medium, all ?ve markers shoW expression 
that has been doWnregulated by 10 to 104-fold. 

[0026] FIG. 5 shoWs results of an experiment in Which the 
hES cell line H1 Was groWn on different feeder cell lines: 
mEF=mouse embryonic ?broblasts; hMSC=human mesen 
chymal stem cells; UtSMC =uterine smooth muscle cells; 
WI-38=human lung ?broblasts. As monitored using Cripto, 
the hMSC is suitable for use as feeder cells to promote hES 
cell proliferation Without differentiation. 

[0027] FIG. 6 shoWs results of an experiment in Which 
different media Were tested for their ability to promote 
groWth of hES cells Without proliferation. The test media 
Were not preconditioned, but supplemented With 8-40 ng/mL 
bFGF, With or Without stem cell factor, Flt3 ligand, or LIF. 
Effective combinations of factors (Conditions 4 to 8) Were 
identi?ed by folloWing the undifferentiated phenotype using 
the markers of this invention. Alterations in expression 
pro?les Were temporary and reversible, shoWing that the 
cells are still undifferentiated. 

DETAILED DESCRIPTION 

[0028] The propensity of pluripotent stem cells to differ 
entiate spontaneously has made it challenging for investi 
gators to Work With these cells. Consistent cultures of 
undifferentiated stem cells are required to compare results 
obtained from multiple experiments performed Within or 
betWeen laboratories. Unfortunately, morphological charac 
teriZation is subjective and especially difficult for cultures 
that often contain 10-20% differentiated cells. Nevertheless, 
having a set of standardiZed criteria Will be important in 
qualifying these cells for use in clinical therapy. 

[0029] The marker system identi?ed in this disclosure 
provides the basis for establishing these standards. 148,453 
different transcripts Were ampli?ed and sequenced from 
undifferentiated human embryonic stem cells, and three 
types of progeny. As a result of this sequencing effort, 532 
genes Were identi?ed having substantially higher EST 
counts in undifferentiated cells, and 142 genes Were identi 
?ed having substantially higher EST counts after differen 
tiation. Other differentially expressed genes Were identi?ed 
by microarray analysis of undifferentiated cells, compared 
With cells at the beginning of the differentiation process. 

[0030] The system provided by this invention can be used 
not only to qualify populations of undifferentiated cells, but 
in other poWerful Ways of maintaining and manipulating 
cells described later in this disclosure. Culture systems have 
been identi?ed and protocols have been developed to expand 
cultures of undifferentiated cells and produce commercially 
viable quantities of cells for use in research, drug screening, 
and regenerative medicine. 

De?nitions 

[0031] “Pluripotent Stem cells” (pPS cells) are pluripotent 
cells that have the characteristic of being capable under 
appropriate conditions of producing progeny of several 
different cell types that are derivatives of all of the three 
germinal layers (endoderm, mesoderm, and ectoderm), 
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according to a standard art-accepted test, such as the ability 
to form a teratoma in 8-12 Week old SCID mice. The term 
includes both established lines of stem cells of various kinds, 
and cells obtained from primary tissue that are pluripotent in 
the manner described. For the purposes of this disclosure, 
the pPS cells are not embryonal carcinoma (EC) cells, and 
are not derived from a malignant source. It is desirable (but 
not alWays necessary) that the cells be euploid. Exemplary 
pPS cells are obtained from embryonic or fetal tissue at any 
time after fertiliZation. 

[0032] “Human Embryonic Stem cells” (hES cells) are 
pluripotent stem cells derived from a human embryo in the 
blastocyst stage, or human pluripotent cells produced by 
arti?cial means (such as by nuclear transfer) that have 
equivalent characteristics. Exemplary derivation procedures 
and features are provided in a later section. 

[0033] hES cell cultures are described as “undifferenti 
ated” When a substantial proportion (at least 20%, and 
possibly over 50% or 80%) of stem cells and their deriva 
tives in the population display morphological characteristics 
of undifferentiated cells, distinguishing them from differen 
tiated cells of embryo or adult origin. It is understood that 
colonies of undifferentiated cells Within the population Will 
often be surrounded by neighboring cells that are differen 
tiated. It is also understood that the proportion of cells 
displaying the undifferentiated phenotype Will ?uctuate as 
the cells proliferate and are passaged from one culture to 
another. Cells are recogniZed as proliferating in an undif 
ferentiated state When they go through at least 4 passages 
and/or 8 population doublings While retaining at least about 
50%, or the same proportion of cells bearing characteristic 
markers or morphological characteristics of undifferentiated 
cells. 

[0034] A “differentiated cell” is a cell that has progressed 
doWn a developmental pathWay, and includes lineage-com 
mitted progenitor cells and terminally differentiated cells. 

[0035] “Feeder cells” or “feeders” are terms used to 
describe cells of one type that are co-cultured With cells of 
another type, to provide an environment in Which the cells 
of the second type can groW. hES cell populations are said 
to be “essentially free” of feeder cells if the cells have been 
groWn through at least one round after splitting in Which 
fresh feeder cells are not added to support the groWth of pPS 
cells. 

[0036] The term “embryoid bodies” refers to aggregates of 
differentiated and undifferentiated cells that appear When 
pPS cells overgroW in monolayer cultures, or are maintained 
in suspension cultures. Embryoid bodies are a mixture of 
different cell types, typically from several germ layers, 
distinguishable by morphological criteria and cell markers 
detectable by immunocytochemistry. 

[0037] A cell “marker” is any phenotypic feature of a cell 
that can be used to characteriZe it or discriminate it from 
other cell types. A marker of this invention may be a protein 
(including secreted, cell surface, or internal proteins; either 
synthesiZed or taken up by the cell); a nucleic acid (such as 
an mRNA, or enZymatically active nucleic acid molecule) or 
a polysaccharide. Included are determinants of any such cell 
components that are detectable by antibody, lectin, probe or 
nucleic acid ampli?cation reaction that are speci?c for the 
cell type of interest. The markers can also be identi?ed by a 
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biochemical or enzyme assay that depend on the function of 
the gene product. Associated With each marker is the gene 
that encodes the transcript, and the events that lead to marker 
expression. 

[0038] The terms “polynucleotide” and “nucleic acid” 
refer to a polymeric form of nucleotides of any length. 
Included are genes and gene fragments, mRNA, cDNA, 
plasmids, viral and non-viral vectors and particles, nucleic 
acid probes, ampli?cation primers, and their chemical 
equivalents. As used in this disclosure, the term polynucle 
otide refers interchangeably to double- and single-stranded 
molecules. Unless otherWise speci?ed, any embodiment of 
the invention that is a polynucleotide encompasses both a 
double-stranded form, and each of the tWo complementary 
single-stranded forms knoWn or predicted to make up the 
double-stranded form. 

[0039] A cell is said to be “genetically altered” or “tran 
stected” When a polynucleotide has been transferred into the 
cell by any suitable means of arti?cial manipulation, or 
Where the cell is a progeny of the originally altered cell that 
has inherited the polynucleotide. 

[0040] A “control element” or “control sequence” is a 
nucleotide sequence involved in an interaction of molecules 
that contributes to the functional regulation of a polynucle 
otide, including replication, duplication, transcription, splic 
ing, translation, or degradation of the polynucleotide. 
“Operatively linked” refers to an operative relationship 
betWeen genetic elements, in Which the function of one 
element in?uences the function of another element. For 
example, an expressible encoding sequence may be opera 
tively linked to a promoter that drives gene transcription. 

[0041] The term “antibody” as used in this disclosure 
refers to both polyclonal and monoclonal antibody. The 
ambit of the term deliberately encompasses not only intact 
immunoglobulin molecules, but also such fragments and 
derivatives of immunoglobulin molecules that retain a 
desired binding speci?city. 

General Techniques 

[0042] Methods in molecular genetics and genetic engi 
neering are described generally in the current editions of 
Molecular Cloning: A Laboratory Manual, (Sambrook et 
al.); Oligonucleotide Synthesis (M. J. Gait, ed.); Animal Cell 
Culture (R.l. Freshney, ed.); Gene Transfer Vectors for 
Mammalian Cells (Miller & Calos, eds.); Current Protocols 
in Molecular Biology and Short Protocols in Molecular 
Biology, 3rd Edition M. Ausubel et al., eds.); and 
Recombinant DNA Methodology (R. Wu ed., Academic 
Press). Antibody production is described in Basic Methods 
in Antibody Production and CharacteriZation (HoWard & 
Bethell eds., CRC Press, 2000). 

[0043] A survey of relevant techniques is provided in such 
standard texts as DNA Sequencing (A. E. Barron, John 
Wiley, 2002), and DNA Microarrays and Gene Expression 
(P. Baldi et al., Cambridge U. Press, 2002). For a description 
of the molecular biology of cancer, the reader is referred to 
Principles of Molecular Oncology (M. H. Bronchud et al. 
eds., Humana Press, 2000); The Biological Basis of Cancer 
(R. G. McKinnel et al. eds., Cambridge University Press, 
1998); and Molecular Genetics of Cancer (J. K. CoWell ed., 
Bios Scienti?c Publishers, 1999). 
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[0044] Sources of Stem Cells 

[0045] This invention is based on observations made With 
established lines of hES cells. The markers are suitable for 
identifying, characteriZing, and manipulating related types 
of undifferentiated pluripotent cells. They are also suitable 
for use With pluripotent cells obtained from primary embry 
onic tissue, Without ?rst establishing an undifferentiated cell 
line. It is contemplated that the markers described in this 
application Will in general be useful for other types of 
pluripotent cells, including embryonic germ cells (US. Pat. 
Nos. 6,090,622 and 6,251,671), and ES and EG cells from 
other mammalian species, such as non-human primates. 

[0046] Embryonic Stem Cells 

[0047] Embryonic stem cells can be isolated from blasto 
cysts of members of primate species (US. Pat. No. 5,843, 
780; Thomson et al., Proc. Natl. Acad. Sci. USA 92:7844, 
1995). Human embryonic stem (hES) cells can be prepared 
from human blastocyst cells using the techniques described 
by Thomson et al. (US. Pat. No. 6,200,806; Science 
282:1145, 1998; Curr. Top. Dev. Biol. 38:133 ff., 1998) and 
Reubinoff et al, Nature Biotech. 18:399, 2000. Equivalent 
cell types to hES cells include their pluripotent derivatives, 
such as primitive ectoderm-like (EPL) cells, outlined in WO 
01/51610 (Bresagen). 

[0048] hES cells can be obtained from human preimplan 
tation embryos. Alternatively, in vitro fertiliZed (IVE) 
embryos can be used, or one-cell human embryos can be 
expanded to the blastocyst stage (Bongso et al., Hum Reprod 
4: 706, 1989). Embryos are cultured to the blastocyst stage 
in G1.2 and G2.2 medium (Gardner et al., Fertil. Steril. 
69:84, 1998). The Zona pellucida is removed from devel 
oped blastocysts by brief exposure to pronase (Sigma). The 
inner cell masses are isolated by immunosurgery, in Which 
blastocysts are exposed to a 1:50 dilution of rabbit anti 
human spleen cell antiserum for 30 min, then Washed for 5 
min three times in DMEM, and exposed to a 1:5 dilution of 
Guinea pig complement (Gibco) for 3 min (Solter et al., 
Proc. Natl. Acad. Sci. USA 72:5099, 1975). After tWo 
further Washes in DMEM, lysed trophectoderm cells are 
removed from the intact inner cell mass (ICM) by gentle 
pipetting, and the ICM plated on mEF feeder layers. 

[0049] After 9 to 15 days, inner cell mass derived out 
groWths are dissociated into clumps, either by exposure to 
calcium and magnesium-free phosphate-buffered saline 
(PBS) With 1 mM EDTA, by exposure to dispase or trypsin, 
or by mechanical dissociation With a micropipette; and then 
replated on mEF in fresh medium. GroWing colonies having 
undifferentiated morphology are individually selected by 
micropipette, mechanically dissociated into clumps, and 
replated. ES-like morphology is characteriZed as compact 
colonies With apparently high nucleus to cytoplasm ratio and 
prominent nucleoli. Resulting ES cells are then routinely 
split every 1-2 Weeks by brief trypsiniZation, exposure to 
Dulbecco’s PBS (containing 2 mM EDTA), exposure to type 
IV collagenase (~200 U/mL; Gibco) or by selection of 
individual colonies by micropipette. Clump siZes of about 
50 to 100 cells are optimal. 

[0050] Propagation of pPS Cells in an Undifferentiated 
State 

[0051] pPS cells can be propagated continuously in cul 
ture, using culture conditions that promote proliferation 
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Without promoting differentiation. Exemplary serum-con 
taining ES medium is made With 80% DMEM (such as 
Knock-Out DMEM, Gibco), 20% of either de?ned fetal 
bovine serum (FBS, Hyclone) or serum replacement (US 
20020076747 A1, Life Technologies Inc.), 1% non-essential 
amino acids, 1 mM L-glutamine, and 0.1 mM [3-mercapto 
ethanol. Just before use, human bFGF is added to 4 ng/mL 
(WO 99/20741, Geron Corp.). 
[0052] Traditionally, ES cells are cultured on a layer of 
feeder cells, typically ?broblasts derived from embryonic or 
fetal tissue. Embryos are harvested from a CF1 mouse at 13 
days of pregnancy, transferred to 2 mL trypsin/EDTA, ?nely 
minced, and incubated 5 min at 37° C. 10% FBS is added, 
debris is alloWed to settle, and the cells are propagated in 
90% DMEM, 10% FBS, and 2 mM glutamine. To prepare a 
feeder cell layer, cells are irradiated to inhibit proliferation 
but permit synthesis of factors that support ES cells (~4000 
rads y-irradiation). Culture plates are coated With 0.5% 
gelatin overnight, plated With 375,000 irradiated mEFs per 
Well, and used 5 h to 4 days after plating. The medium is 
replaced With fresh hES medium just before seeding pPS 
cells. 

[0053] Scientists at Geron have discovered that pPS cells 
can be maintained in an undifferentiated state even Without 
feeder cells. The environment for feeder-free cultures 
includes a suitable culture substrate, particularly an extra 
cellular matrix such as Matrigel® or laminin. The pPS cells 
are plated at >15,000 cells cm'2 (optimally 90,000 cm'2 to 
170,000 cm_2). Typically, enZymatic digestion is halted 
before cells become completely dispersed (say, ~5 min With 
collagenase IV). Clumps of ~10 to 2,000 cells are then 
plated directly onto the substrate Without further dispersal. 
Alternatively, the cells can be harvested Without enZymes 
before the plate reaches con?uence by incubating ~5 min in 
a solution of 0.5 mM EDTA in PBS. After Washing from the 
culture vessel, the cells are plated into a neW culture Without 
further dispersal. In a further illustration, con?uent human 
embryonic stem cells cultured in the absence of feeders are 
removed from the plates by incubating With a solution of 
0.05% (Wt/vol) trypsin (Gibco) and 0.053 mM EDTA for 
5-15 min at 37° C. The remaining cells in the plate are 
removed and the cells are triturated into a suspension 
comprising single cells and small clusters, and then plated at 
densities of 50,000-200,000 cells cm'2 to promote survival 
and limit differentiation. 

[0054] Feeder-free cultures are supported by a nutrient 
medium containing factors that support proliferation of the 
cells Without differentiation. Such factors may be introduced 
into the medium by culturing the medium With cells secret 
ing such factors, such as irradiated (~4,000 rad) primary 
mouse embryonic ?broblasts, telomeriZed mouse ?bro 
blasts, or ?broblast-like cells derived from pPS cells. 
Medium can be conditioned by plating the feeders at a 
density of ~5-6><104 cm'2 in a serum free medium such as 
KO DMEM supplemented With 20% serum replacement and 
4 ng/mL bFGF. Medium that has been conditioned for 1-2 
days is supplemented With further bFGF, and used to support 
pPS cell culture for 1-2 days. Alternatively or in addition, 
other factors can be added that help support proliferation 
Without differentiation, such as ligands for the FGF-2 or 
FGF-4 receptor, ligands for c-kit (such as stem cell factor), 
ligands for receptors associated With gp 130, insulin, trans 
ferrin, lipids, cholesterol, nucleosides, pyruvate, and a 

Dec. 4, 2003 

reducing agent such as [3-mercaptoethanol. Aspects of the 
feeder-free culture method are further discussed in Interna 
tional Patent Publications WO 99/20741, WO 01/51616; Xu 
et al., Nat. Biotechnol. 19:971, 2001; and PCT application 
PCT/US02/28200. Exemplary culture conditions tested and 
validated using the marker system of this invention are 
provided beloW in Example 6. 

[0055] Under the microscope, ES cells appear With high 
nuclear/cytoplasmic ratios, prominent nucleoli, and compact 
colony formation With poorly discernable cell junctions. 
Conventional markers for hES cells are stage-speci?c 
embryonic antigen (SSEA) 3 and 4, and markers detectable 
using antibodies Tra-1-60 and Tra-1-81 (Thomson et al., 
Science 282:1145, 1998). Differentiation of pPS cells in 
vitro results in the loss of SSEA-4, Tra-1-60, and Tra-1-81 
expression, and increased expression of SSEA-1. 

Markers of Undifferentiated pPS Cells and Their 
Differentiated Progeny 

[0056] The tables and description provided later in this 
disclosure provide markers that distinguish undifferentiated 
pPS cells from their differentiated progeny. 

[0057] Expression libraries Were made from ES cells (WO 
01/51616), embryoid bodies (WO 01/51616), and cells 
differentiated toWards the hepatocyte (WO 01/81549) or 
neural cell (WO 01/88104) lineage. mRNA Was reverse 
transcribed and ampli?ed, producing expressed sequence 
tags (ESTs) occurring in frequency proportional to the level 
of expression in the cell type being analyZed. The ESTs Were 
subjected to automatic sequencing, and counted according to 
the corresponding unique (non-redundant) transcript. A total 
of 148,453 non-redundant transcripts Were represented in 
each of the 4 libraries. Genes Were then identi?ed as having 
a differential expression pattern if the number of EST counts 
of the transcript Was statistically different betWeen the 
libraries being compared. 

[0058] In a parallel set of experiments, mRNA from each 
of the cell types Was analyZed for binding to a broad 
speci?city EST-based microarray, performed according to 
the method described in WO 01/51616. Genes Were identi 
?ed as having a differential expression pattern if they 
shoWed a comparatively different signal on the microarray. 

[0059] Signi?cant expression differences determined by 
EST sequencing, microarray analysis, or other observations 
Were con?rmed by real-time PCR analysis. The mRNA Was 
ampli?ed by PCR using speci?c forWard and reverse prim 
ers designed from the GenBank sequence, and the ampli? 
cation product Was detected using labeled sequence-speci?c 
probes. The number of ampli?cation cycles required to reach 
a threshold amount Was then compared betWeen different 
libraries. 

[0060] Distinguishing markers fall into several categories. 
Those of particular interest include the folloWing: 

[0061] Markers characteristically expressed at a 
higher level in undifferentiated pPS cells than any of 
the differentiated cells, indicating doWn-regulation 
during differentiation. The gene products may be 
involved in maintaining the undifferentiated pheno 
type. 

[0062] Markers characteristically expressed at a 
higher level in the three differentiated cell types than 
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in the undifferentiated cells, indicating up-regulation 
during differentiation. The gene products may be 
involved in the general differentiation process. 

[0063] Markers characteristically expressed at a 
higher level in one of the differentiated cell types. 
The encoded genes may be involved in differentia 
tion doWn restricted lineages. 

[0064] Markers can also be classi?ed according to the 
function of the gene product or its location in the cell. Where 
not already indicated, protein gene products can be predicted 
by referencing public information according to the GenBank 
accession number, or by translating the open reading frame 
after the translation start signal though the genetic code. 
Features of the markers listed can be determined by the 
descriptors give in the tables beloW, or by using the acces 
sion number or sequence data to reference public informa 
tion. Marker groups of particular interest include the fol 
loWing: 

[0065] Secreted proteins—of interest, for example, 
because they can be detected by immunoassay of the 
culture supernatant, and may transmit signals to 
neighboring cells. Secreted proteins typically have 
an N-terminal signal peptides, and may have glyco 
sylation sites. 

[0066] Surface membrane proteins—of interest, for 
example, because they can be used for cell-surface 
labeling and af?nity separation, or because they act 
as receptors for signal transduction. They may have 
glycosylation sites and a membrane spanning region. 
A Markov model for predicting transmembrane pro 
tein topology is described by Krogh et al., J. Mol 
Biol. 3051567, 2001. 

[0067] EnZymes With relevant function. For example, 
enZymes involved in protein synthesis and cleavage 
or in apoptosis may in?uence differentiation. Glyco 
syltransferases decorate the cell membrane With dis 
tinguishing carbohydrate epitopes that may play a 
role in cellular adhesion or localiZation. 

[0068] Transcription regulatory factors—of interest 
for their potential to in?uence differentiation, as 
explained later in this disclosure. These factors 
sometimes have Zinc ?ngers or other identi?able 
topological features involved in the binding or 
metabolism of nucleic acids. 

[0069] Through the course of this Work, the key signaling 
pathWays Wnt, Sonic hedgehog (Shh), and Notch emerged 
as regulators of groWth of pPS cells. Interestingly, these 
pathWays have also been shoWn to play a role in the groWth 
of tumor cells of various kinds, and in embryonic develop 
ment of loWer species. 

[0070] NoW that genes have been identi?ed that are up 
regulated or doWn-regulated upon differentiation, a number 
of commercial applications of these markers Will be appar 
ent to the skilled reader. The sections that folloW provide 
non-limiting illustrations of hoW some of these embodi 
ments can be implemented. 

Use of Cell Markers to CharacteriZe DPS Cells and 
Their Differentiated Progeny 

[0071] The markers provided in this disclosure can be 
used as a means to identify both undifferentiated and dif 
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ferentiated cells—either a population as a Whole, or as 
individual cells Within a population. This can be used to 
evaluate the expansion or maintenance of pre-existing cell 
populations, or to characteriZe the pluripotent nature (or 
lineage commitment) of neWly obtained populations. 

[0072] Expression of single markers in a test cell Will 
provide evidence of undifferentiated or differentiated phe 
notype, according to the expression pattern listed later in this 
disclosure. Aplurality of markers (such as any 2, 3, 4, 5, 6, 
8, 10, 12, 15, or 20 markers from Tables 2-3 or 5-9) Will 
provide a more detailed assessment of the characteristics of 
the cell. Expression of genes that are doWn-regulated and/or 
lack of expression of genes that are up-regulated upon 
differentiation correlates With a differentiated phenotype. 
Expression of genes that are up-regulated and/or lack of 
expression of genes that are doWn-regulated upon differen 
tiation correlates With an undifferentiated phenotype. The 
markers neWly identi?ed in this disclosure may be analyZed 
together (With or Without markers that Were previously 
knoWn) in any combination effective for characteriZing the 
cell status or phenotype. 

[0073] Tissue-speci?c markers can be detected using any 
suitable immunological technique—such as How cytochem 
istry for cell-surface markers, or immunocytochemistry (for 
example, of ?xed cells or tissue sections) for intracellular or 
cell-surface markers. Expression of a cell-surface antigen is 
de?ned as positive if a signi?cantly detectable amount of 
antibody Will bind to the antigen in a standard immunocy 
tochemistry or How cytometry assay, optionally after ?xa 
tion of the cells, and optionally using a labeled secondary 
antibody or other conjugate to amplify labeling. 

[0074] The expression of tissue-speci?c gene products can 
also be detected at the mRNA level by Northern blot 
analysis, dot-blot hybridiZation analysis, or by reverse tran 
scriptase initiated polymerase chain reaction (RT-PCR) 
using sequence-speci?c primers in standard ampli?cation 
methods. See US. Pat. No. 5,843,780 for further details. 
Sequence data for particular markers listed in this disclosure 
can be obtained from public databases such as GenBank. 

[0075] These and other suitable assay systems are 
described in standard reference texts, such as the folloWing: 
PCR Cloning Protocols, 2nd Ed (James & Chen eds., 
Humana Press, 2002); Rapid Cycle Real-Time PCR: Meth 
ods and Applications (C. WittWer et al. eds., Springer-Verlag 
NY, 2002); Immunoassays: A Practical Approach (James 
Gosling ed., Oxford Univ Press, 2000); Cytometric Analysis 
of Cell Phenotype and Function (McCarthy et al. eds., 
Cambridge Univ Press, 2001). Reagents for conducting 
these assays, such as nucleotide probes or primers, or 
speci?c antibody, can be packaged in kit form, optionally 
With instructions for the use of the reagents in the charac 
teriZation or monitoring of pPS cells, or their differentiated 
progeny. 

Use of Cell Markers for Clinical Diagnosis 

[0076] Stem cells regulate their oWn replenishment and 
serve as a source of cells that can differentiate into de?ned 

cell lineages. Cancer cells also have the ability to self-reneW, 
but lack of regulation results in uncontrolled cellular pro 
liferation. Three key signaling pathWays, Wnt, Sonic hedge 
hog (Shh), and Notch, are knoWn groWth regulators of tumor 
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cells. The genomics data provided in this disclosure indicate 
that all three of these pathways are active in hES cells. 

[0077] It is a hypothesis of this invention that many of the 
markers discovered to be more highly expressed in undif 
ferentiated pPS cells can also be up-regulated upon dedif 
ferentiation of cells upon malignant transformation. Accord 
ingly, this disclosure provides a system for evaluating 
clinical conditions associated With abnormal cell groWth, 
such as hyperplasia or cancers of various kinds. Markers 
meeting the desired criteria include those contained in 
Tables 2, 5, 7 and 9. 

[0078] Expression of each marker of interest is determined 
at the mRNA or protein level using a suitable assay system 
such as those described earlier; and then the expression is 
correlated With the clinical condition that the patient is 
suspected of having. As before, combinations of multiple 
markers may be more effective in doing the assessment. 
Presence of a particular marker may also provide a means by 
Which a toxic agent or other therapeutic drug may be 
targeted to the disease site. 

[0079] In a similar fashion, the markers of this invention 
can be used to evaluate a human or non-human subject Who 
has been treated With a cell population or tissue generated by 
differentiating pPS cells. A histological sample taken at or 
near the site of administration, or a site to Which the cells 
Would be expected to migrate, could be harvested at a time 
subsequent to treatment, and then assayed to assess Whether 
any of the administered cells had reverted to the undiffer 
entiated phenotype. Reagents for conducting diagnostic 
tests, such as nucleotide probes or primers, or speci?c 
antibody, can be packaged in kit form, optionally With 
instructions for the use of the reagents in the determination 
of a disease condition. 

Use of Cell Markers to Assess and Manipulate 
Culture Conditions 

[0080] The markers and marker combinations of this 
invention provide a system for monitoring undifferentiated 
pPS cells and their differentiated progeny in culture. This 
system can be used as a quality control, to compare the 
characteristics of undifferentiated pPS cells betWeen differ 
ent passages or different batches. It can also be used to assess 
a change in culture conditions, to determine the effect of the 
change on the undifferentiated cell phenotype. 

[0081] Where the object is to produce undifferentiated 
cells, a decrease in the level of expression of an undiffer 
entiated marker because of the alteration by 3-, 10-, 25-, 
100- and 1000-fold is progressively less preferred. Corre 
sponding increases in marker expression may be more 
bene?cial. Moderate decreases in marker expression may be 
quite acceptable Within certain boundaries, if the cells retain 
their ability to form progeny of all three germ layers is 
retained, and/or the level of the undifferentiated marker is 
relatively restored When culture conditions are returned to 
normal. 

[0082] In this manner, the markers of this invention can be 
used to evaluate different feeder cells, extracellular matrixes, 
base media, additives to the media, culture vessels, or other 
features of the culture as illustrated in WO 99/20741 and 
PCT application PCT/US02/28200. Illustrations of this tech 
nique are provided beloW in Example 6 (FIGS. 3 to 6). 
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[0083] In a similar fashion, the markers of this invention 
can also be used to monitor and optimiZe conditions for 
differentiating cells. Improved differentiation procedures 
Will lead to higher or more rapid expression of markers for 
the differentiated phenotype, and/or loWer or more rapid 
decrease in expression of markers for the undifferentiated 
phenotype. 

Use of Cell Markers to Regulate Gene Expression 

[0084] Differential expression of the markers listed in this 
disclosure indicates that each marker is controlled by a 
transcriptional regulatory element (such as a promoter) that 
is tissue speci?c, causing higher levels of expression in 
undifferentiated cells compared With differentiated cells, or 
vice versa. When the corresponding transcriptional regula 
tory element is combined With a heterologous encoding 
region to drive expression of the encoding region, then the 
expression pattern in different cell types Will mimic that of 
the marker gene. 

[0085] Minimum promoter sequences of many of the 
genes listed in this disclosure are knoWn and further 
described elseWhere. Where a promoter has not been fully 
characteriZed, speci?c transcription can usually be driven by 
taking the 500 base pairs immediately upstream of the 
translation start signal for the marker in the corresponding 
genomic clone. 

[0086] To express a heterologous encoding region accord 
ing to this embodiment of the invention, a recombinant 
vector is constructed in Which the speci?c promoter of 
interest is operatively linked to the encoding region in such 
a manner that it drives transcription of the encoding region 
upon transfection into a suitable host cell. Suitable vector 
systems for transient expression include those based on 
adenovirus and certain types of plasmids. Vectors for long 
term expression include those based on plasmid lipofection 
or electroporation, episomal vectors, retrovirus, and lentivi 
rus. 

[0087] One application of tissue-speci?c promoters is 
expression of a reporter gene. Suitable reporters include 
?uorescence markers such as green ?uorescent protein, 
luciferase, or enZymatic markers such as alkaline phos 
phatase and [3-galactosidase. Other reporters such as a blood 
group glycosyltransferase (WO 02/074935), or Invitrogen’s 
pDisplayTM, create a cell surface epitope that can be coun 
terstained With labeled speci?c antibody or lectin. pPS cells 
labeled With reporters can be used to folloW the differentia 
tion process directly, the presence or absence of the reporter 
correlating With the undifferentiated or differentiated phe 
notype, depending on the speci?city of the promoter. This in 
turn can be used to folloW or optimiZe culture conditions for 
undifferentiated pPS cells, or differentiation protocols. Alter 
natively, cells containing promoter-reporter constructs can 
be used for drug screening, in Which a test compound is 
combined With the cell, and expression or suppression of the 
promoter is correlated With an effect attributable to the 
compound. 
[0088] Another application of tissue-speci?c promoters is 
expression of a positive or negative drug selection marker. 
Antibiotic resistance genes such as neomycin phosphotrans 
ferase, expressed under control of a tissue-speci?c promoter, 
can be used to positively select for undifferentiated or 
differentiated cells in a medium containing the correspond 
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ing drug (geneticin), by choosing a promoter With the 
appropriate speci?city. Toxin genes, genes that mediate 
apoptosis, or genes that convert a prodrug into a toxic 
compound (such as thymidine kinase) can be used to nega 
tively select against contaminating undifferentiated or dif 
ferentiated cells in a population of the opposite phenotype 
(WO 02/42445; GB 2374076). 
[0089] Promoters speci?c for the undifferentiated cell phe 
notype can also be used as a means for targeting cancer 
cells—using the promoter to drive expression of a gene that 
is toxic to the cell (WO 98/14593, WO 02/42468), or to 
drive a replication gene in a viral vector (WO 00/46355). For 
example, an adenoviral vector in Which the GRPR promoter 
(AY032865) drives the E1a gene should speci?cally lyse 
cancer cells in the manner described in Majumdar et al., 
Gene Ther. 8:568, 2001. Multiple promoters for the undif 
ferentiated phenotype can be linked for improved cancer 
speci?city (U.S. Ser. No. 10/206,447). 

[0090] Other useful applications of tissue-speci?c promot 
ers of this invention Will come readily to the mind of the 
skilled reader. 

Use of Markers for Cell Separation or Puri?cation 

[0091] Differentially expressed markers provided in this 
disclosure are also a means by Which mixed cell populations 
can be separated into populations that are more homoge 
neous. This can be accomplished directly by selecting a 
marker of the undifferentiated or differentiated phenotype, 
Which is itself expressed on the cell surface, or otherWise 
causes expression of a unique cell-surface epitope. The 
epitope is then used as a handle by Which the marked cells 
can be physically separated from the unmarked cells. For 
example, marked cells can be aggregated or adsorbed to a 
solid support using an antibody or lectin that is speci?c for 
the epitope. Alternatively, the marker can be used to attach 
a ?uorescently labeled antibody or lectin, and then the cell 
suspension can be subject to ?uorescence-activated cell 
sorting. 
[0092] An alternative approach is to take a tissue-speci?c 
promoter chosen based on its expression pattern (as 
described in the last section), and use it to drive transcription 
of a gene suitable for separating the cells. In this Way, the 
marker from Which the promoter is chosen need not itself be 
a cell surface protein. For example, the promoter can drive 
expression of a ?uorescent gene, such as GFP, and then cells 
having the marked phenotype can be separated by FACS. In 
another example, the promoter drives expression of a het 
erologous gene that causes expression of a cell-surface 
epitope. The epitope is then used for adsorption-based 
separation, or to attach a ?uorescent label, as already 
described. 

Use of Cell Markers to In?uence Differentiation 

[0093] In another embodiment of this invention, the dif 
ferentially expressed genes of this invention are caused to 
increase or decrease their expression level, in order to either 
inhibit or promote the differentiation process. Suitable genes 
are those that are believed in the normal case of ontogeny to 
be active in maintaining the undifferentiated state, active in 
the general process of differentiation, or active in differen 
tiation into particular cell lineages. Markers of interest for 
this application are the folloWing: 
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[0094] Transcription factors and other elements that 
directly affect transcription of other genes, such as 
Forkhead box O1A (FOXO1A); Zic family member 
3 (ZIC3); Hypothetical protein FLJ20582; Forkhead 
box H1 (FOXH1); Zinc ?nger protein, Hsal2; 
KRAB-Zinc ?nger protein SZF1-1; Zinc ?nger pro 
tein of cerebellum ZIC2; and Coup transcription 
factor 2 (COUP-TF2). Other candidates include 
those marked in Tables 5 and 6 With the symbol “Q’, 
and other factors With Zinc ?ngers or nucleic acid 
binding activity. 

[0095] Genes that in?uence cell interaction, such as 
those that encode adhesion molecules, and enZymes 
that make substrates for adhesion molecules 

[0096] Genes encoding soluble factors that transmit 
signals Within or betWeen cells, and speci?c recep 
tors that recogniZe them and are involved in signal 
transduction. 

[0097] One Way of manipulating gene expression is to 
induce a transient or stable genetic alteration in the cells 
using a suitable vector, such as those already listed. Scien 
tists at Geron Corp. have determined that the folloWing 
constitutive promoters are effective in undifferentiated hES 
cells: for transient expression CMV, SV40, EFlot, UbC, and 
PGK; for stable expression, SV40, EFlot, UbC, MND and 
PGK. Expressing a gene associated With the undifferentiated 
phenotype may assist the cells to stay undifferentiated in the 
absence of some of the elements usually required in the 
culture environment. Expressing a gene associated With the 
differentiated phenotype may promote early differentiation, 
and/or initiate a cascade of events bene?cial for obtaining a 
desired cell population. Maintaining or causing expression 
of a gene of either type early in the differentiation process 
may in some instances help guide differentiation doWn a 
particular pathWay. 
[0098] Another Way of manipulating gene expression is to 
alter transcription from the endogenous gene. One means of 
accomplishing this is to introduce factors that speci?cally 
in?uence transcription through the endogenous promoter. 
Another means suitable for doWn-regulating expression at 
the protein level is to genetically alter the cells With a nucleic 
acid that removes the mRNA or otherWise inhibits transla 
tion (for example, a hybridiZing antisense molecule, 
riboZyme, or small interfering RNA). Dominant-negative 
mutants of the target factor can reduce the functional effect 
of the gene product. Targeting a particular factor associated 
With the undifferentiated phenotype in this fashion can be 
used to promote differentiation. In some instances, this can 
lead to de-repression of genes associated With a particular 
cell type. 

[0099] Where the gene product is a soluble protein or 
peptide that in?uences cell interaction or signal transduction 
(for example, cytokines like osteopontin and Cripto), then it 
may be possible to affect differentiation simply by adding 
the product to the cells—in either recombinant or synthetic 
form, or puri?ed from natural sources. Products that main 
tain the undifferentiated phenotype can then be WithdraWn 
from the culture medium to initiate differentiation; and 
products that promote differentiation can be WithdraWn once 
the process is complete. 

[0100] Since differentiation is a multi-step process, chang 
ing the level of gene product on a permanent basis may 
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cause multiple effects. In some instances, it may be advan 
tageous to affect gene expression in a temporary fashion at 
each sequential step in the pathWay, in case the same factor 
plays different effects at different steps of differentiation. For 
example, function of transcription factors can be evaluated 
by changing expression of individual genes, or by invoking 
a high throughput analysis, using cDNAs obtained from a 
suitable library such as exempli?ed in Example 1. Cells that 
undergo an alteration of interest can be cloned and pulled 
from multi-Well plates, and the responsible gene identi?ed 
by PCR ampli?cation. 

[0101] The effect of up- or doWn-regulating expression of 
a particular gene can be determined by evaluating the cell for 
morphological characteristics, and the expression of other 
characteristic markers. Besides the markers listed later in 
this disclosure, the reader may Want to folloW the effect on 
particular cell types, using markers for later-stage or termi 
nally differentiated cells. Tissue-speci?c markers suitable 
for this purpose are listed in WO 01/81549 (hepatocytes), 
WO 01/88104 (neural cells), PCT/US02/20998 (osteoblasts 
and mesenchymal cells), PCT/US02/22245 (cardiomyo 
cytes), PCT/US02/39091 (hematopoietic cells), PCT/US02/ 
39089 (islet cells), and PCT/US02/39090 (chondrocytes). 
Such markers can be analyZed by PCR ampli?cation, ?uo 
rescence labeling, or immunocytochemistry, as already 
described. Promoter-reporter constructs based on the same 
markers can facilitate analysis When expression is being 
altered in a high throughput protocol. 

[0102] The examples that folloW are provided for further 
illustration, and are not meant to limit the claimed invention. 

EXAMPLES 

Example 1 

An EST Database of Undifferentiated hES Cells 
and Their Differentiated Progeny 

[0103] cDNA libraries Were prepared from human embry 
onic stem (hES) cells cultured in undifferentiated form. 
cDNA libraries Were also prepared from progeny, subject to 
non-speci?c differentiation as embryoid bodies (EBs), or 
taken through the preliminary stages of established differ 
entiation protocols for neurons (preNEU) or hepatocytes 
(preHEP). 

[0104] The hES cell lines H1, H7, and H9 Were main 
tained under feeder-free conditions. Cultures Were passaged 
every S-days by incubation in 1 mg/mL collagenase IV for 
5-10 min at 37° C., dissociated and seeded in clumps at 2.5 
to 10><105 cells/Well onto MatrigelTM-coated six Well plates 
in conditioned medium supplemented With 8 mg/mL bFGF. 
cDNA libraries Were made after culturing for 5 days after the 
last passage. 

[0105] EBs Were prepared as folloWs. Con?uent plates of 
undifferentiated hES cells Were treated brie?y With collage 
nase IV, and scraped to obtain small clusters of cells. Cell 
clusters Were resuspended in 4 mL/Well differentiation 
medium (KO DMEM containing 20% fetal bovine serum in 
place of 20% SR, and not preconditioned) on loW adhesion 
6-Well plates (Costar). After 4 days in suspension, the 
contents of each Well Was transferred to individual Wells 
pre-coated With gelatin. Each Well Was re-fed With 3 mL 
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fresh differentiation medium every tWo days after replating. 
Cells Were used for the preparation of cytoplasmic RNA on 
the eighth day after plating. 

[0106] PreHEP cells Were prepared based on the hepato 
cyte differentiation protocol described in WO 01/81549. 
Con?uent Wells of undifferentiated cells Were prepared, and 
medium Was changed to KO DMEM plus 20% SR+1% 
DMSO. The medium Was changed every 24 h, and cells 
Were used for preparation of cytoplasmic RNA on day 5 of 
DMSO treatment. 

[0107] PreNEU cells Were prepared based on the neural 
differentiation protocol described in WO 01/88104. hES 
cells of the H7 line (p29) Were used to generate EBs as 
described above except that 10 pM all-trans RA Was 
included in the differentiation medium. After 4 days in 
suspension, EBs Were transferred to culture plate precoated 
With poly-L-lysine and laminin. After plating, the medium 
Was changed to EPFI medium. Cells Were used for the 
preparation of cytoplasmic RNA after 3 days of groWth in 
EPFI. 

[0108] Partial 5‘ end sequences (an expressed sequence 
tag, or EST) Were determined by conventional means for 
independent clones derived from each cDNA library. Over 
lapping ESTs Were assembled into conjoined sequences. 

TABLE 1 

Non-redundant EST sequences 

Number 
Library of ESTs 

hESC 37,081 
EB 37,555 
preHEP 35,611 
preNEU 38,206 

Total 148,453 

[0109] All of the stem cell lines used for preparation of the 
expression libraries Were originally isolated and initially 
propagated on mouse feeder cells. Accordingly, the libraries 
Were analyZed to determine Whether they Were contaminated 
With murine retroviruses that had shed from the feeder cells 
and subsequently infected the stem cells. Three complete 
viral genomes Were used in a BLAST search: Moloney 
murine leukemia virus, Friend murine leukemia virus, and 
murine type C retrovirus. No matches With a high score Were 
found against any of the ESTs. 

[0110] The sequences Were then compared to the Unigene 
database of human genes. ESTs that Were at least 98% 
identical, over a stretch of at least 150 nucleotides each, to 
a common reference sequence in Unigene, Were assumed to 
be transcribed from the same gene, and placed into a 
common assembly. The complete set of 148,453 ESTs 
collapsed to a non-redundant set of 32,764 assemblies. 

Example 2 

Selection of Marker Genes Speci?c for 
Undifferentiated and Differentiated Cells 

[0111] Candidate markers Were selected from a database 
based on the imputed level of gene expression. The fre 
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quency of ESTs for any particular gene correlates With the 
abundance of that mRNA in the cells used to generate the 
cDNA library. Thus, a comparison of frequencies of ESTs 
among the libraries indicates the relative abundance of the 
associated mRNA in the different cell types. 

[0112] Candidate molecular markers Were selected from 
the expressed gene (EST) database from their greater abun 
dance in undifferentiated hES cells, relative to differentiated 
hES cells. Genes Were identi?ed as having a differential 
expression pattern (being up- or doWn-regulated) during the 
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ing or manipulating the undifferentiated phenotype are those 
that are doWn-regulated upon differentiation With a signi? 
cance of p§0.05, as determined by the Fisher Exact Test 
(explained beloW). 193 genes Were found to have 4-fold 
more ESTs in hES cells, relative to each of the three cell 
types. 532 genes Were found that Were 2-fold greater hES 
cells, With a con?dence of over 95% as determined by the 
Fisher Exact Test, relative to the sum of ESTs of the three 
cell types (minimum of 4 ESTs in hES cells). The folloWing 
markers are of particular interest: 

TABLE 2 

EST Frequency of Genes that are Down-regulated upon Differentiation of hES cells 

Geron ID GenBank ID 

GAi10902 NMiO24504 
GAi11893 NMiO32805 
GAil 23 1 8 NMiO32447 
GAi1322 NMiOOO142 

GAi34679 NMiOO2015 
GAi147O NMiOO374O 

GAil 674 NMiOO2701 

GAi2024 NMiOO3212 

GAi2149 NMiOO3413 
GAi2334 NMiOOO21 6 
GAi23552 NMi152742 

GAi235 6 NMiOO2851 

GAi2357 NMiOO167O 

GAi235 78 BM4543 6O 

GAi2367 NMiOO3923 
GAi2436 NMiOO4329 

GAi2442 NMiOO4335 
GAi2945 NMiOO5232 
GAi2962 NMiOO5314 
GAi2988 NMiOO5397 
GAi3337 NMiOO615 9 
GAi355 9 NMiOOS 629 
GAi3898 NMiOO 6892 

GAiS 39 1 NMiOO29 68 
GAi3368O NMiO16089 
GAi3 6977 NMiO20927 
GAi8723 NMi15 2333 

GAi9167 AF308602 
GAi9183 NMiOO7129 

GAi35037 NMiOO4426 

EST counts 

Name ES EB preHEP preNEU 

Pr domain containing 14 (PRDM14) 12 1 O O 
Hypothetical protein FLJ14549 25 O O O 
Fibrillin3 6 O O O 
Fibroblast growth factor receptor 3 precursor 9 1 5 1 
(FGFR-3) 
Forkhead box 01a (FOXO1a) 4 O 1 1 
potassium channel, subfamily K, member 5 4 O O 1 
(KCNKS), mRNA 
Octamer-Binding Transcription Factor 3a 24 1 2 O 
(OCT-3A) (OCT-4) 
Teratocarcinoma-derived growth factor 1 2O 1 O O 

(CRIPTO) 
Zic family member 3 (ZIC3) 7 O 1 O 
Kallmann syndrome 1 sequence (KAL1) 5 O 1 O 
hypothetical protein DKFZp547M109 6 O 1 2 
(DKFZp547M109), mRNA 
Protein tyrosine phosphatase, receptor-type, 10 O O 0 
Z polypeptide 1 (PTPRZl), 
Armadillo repeat protein deleted in 6 O O O 
velo-cardio-facial syndrome (ARVCF) 
AGENCOURTi6402318 NIHiMGCiSS 6 O O O 
Homo sapiens cDNA clone IMAGE: 5497491 
5', mRNA sequence 
Forkhead box H1 (FOXH1) 5 O O 0 
Bone morphogenetic protein receptor, type la 7 3 1 1 
(BMPRlA) (ALK-3) 
Bone marroW stromal antigen 2 (BST-2) 13 O 2 3 
Ephrin type-a receptor 1 (EPHA1) 5 1 1 1 
Gastrin-releasing peptide receptor (GRP-R) 4 O O O 
Podocalyxin-like (PODXL) 59 23 5 8 
NELL2 (nel-like protein 2) 5 3 2 O 
Solute carrier family 6, member 8 (SLC6A8) 5 1 O 1 
DNA (cytosine-5—)—methyltransferase 3 beta 49 2 3 1 

(DNMT3B) 
Sal-like 1 (SALLl), 7 1 1 0 
Krab-Zinc ?nger protein SZF1-1 15 O 1 O 
KIAA1576 protein 9 2 1 O 
Homo sapiens chromosome 14 open reading 14 1 1 3 
frame 69 (C14orf69), mRNA 
Notch 1 (N1) 6 2 1 0 
Homo sapiens Zic family member 2 (odd- 8 1 1 O 
paired homolog, Drosophila) (ZIC2), mRNA 
Homo sapiens polyhomeotic-like 1 34 9 5 4 
(Drosophila) (PHC1), mRNA 

differentiation process, if the count of ESTs sequenced in the 
undifferentiated cells Was substantially different from the 
sum of ESTs in the three differentiated libraries. 

[0113] Oct 3/4 (a POU domain-containing transcription 
factor) and telomerase reverse transcriptase (hTERT) are 
knoWn to be expressed preferentially in undifferentiated hES 
cells (WO 01/51616). Other genes suitable for characteriZ 

[0114] Only one EST for hTERT Was identi?ed in undif 
ferentiated hES cells and none Were detected from the 
differentiated cells, Which Was not statistically signi?cant. 
Thus, potentially useful markers that are expressed at loW 
levels could have been omitted in this analysis, Which 
required a minimum of four ESTs. It Would be possible to 
identify such genes by using other techniques described 
elseWhere in this disclosure. 



US 2003/0224411 A1 Dec. 4, 2003 
11 

[0115] Three genes Were observed from EST frequency 
queries that Were of particular interest as potentially useful 
markers of hES cells. They Were Teratocarcinoma-derived 
growth factor (Cripto), Podocalyxin-like (PODXL), and 
gastrin-releasing peptide receptor (GRPR). These genes 
Were not only more abundant in undifferentiated cells, 
relative to differentiated hES cells, but also encoded for 
proteins expressed on the surface of cells. Surface markers 
have the added advantage that they could be easily detected 
With immunological reagents. ESTs for Cripto and GRPR 
Were quite restricted to hES cells, With one or Zero ESTs, 
respectively, scored in any of the differentiated cells. 
PODXL ESTs Were detected in all 4-cell types, but substan 
tially feWer (2.5><-12><) in differentiated cells. All three 
markers retained a detectable level of expression in differ 
entiated cultures of hES cells. There may be a loW level of 
expression of these markers in differentiated cells, or the 

expression detected may be due to a small proportion of 
undifferentiated cells in the population. GABA(A) receptor, 
Lefty B, Osteopontin, Thy-1 co-transcribed, and Solute 
carrier 21 are other signi?cant markers of the undifferenti 
ated phenotype. 

[0116] By similar reasoning, genes that shoW a higher 
frequency of ESTs in differentiated cells can be used as 
speci?c markers for differentiation. ESTs that are 2-fold 
more abundant in the sum of all three differentiated cell 
types (EBs, preHEP and preNEU cells) and With a 
p-value<0.05 as determined by the Fisher Exact Test, com 
pared With undifferentiated hES cells are candidate markers 
for differentiation doWn multiple pathWays. ESTs that are 
relatively abundant in only one of the differentiated cell 
types are candidate markers for tissue-speci?c differentia 
tion. The folloWing markers are of particular interest: 

TABLE 3 

EST Frequency of Genes that are Upregulated upon Differentiation 

EST counts 

Geron ID GenBank ID Name ES EB preHEP preNEU 

GAi35463 NMiO24298 Homo sapiens leukocyte receptor cluster (LRC) O 4 9 8 

member 4 (LENG4), mRNA 

GAi10492 NMiOO6903 Inorganic pyrophosphatase (PPASE) O 5 5 6 
GA_38563 NM_O21005 Homo sapiens nuclear receptor subfamily 2, O 9 8 9 

group F, member 2 (NR2F2), mRNA 
GAi3857O NMiOO1844 Collagen, type II, alpha 1 (COL2A1), transcript 15 31 5 

variant 1 

GAi1476 NMiOO2276 Keratin type I cytoskeletal 19 (cytokeratin 19) 1 26 14 38 

GAi34776 NMiOO2273 Keratin type II cytoskeletal 8 (cytokeratin 8) 9 71 144 156 

(CK s) 
GAi1735 NMiOO2806 Homo sapiens proteasome (prosome, 1 7 7 8 

macropain) 26S subunit, ATPase, 6 (PSMC6), 
mRNA 

GAi1843 NMiOOO982 60 s ribosomal protein I21 1 7 48 42 

GAi35369 NMiOO3374 Voltage-dependent anion-selective channel 1 5 6 1O 

(VDAC-l) 
GAi23117 NMiOO4772 P311 protein [Homo sapiens] 1 5 7 6 

GAi2597 NMi13861O Homo sapiens H2A histone family, member Y 1 5 5 14 

(H2AFY), transcript variant 3, mRNA 
GAi3283 NMiOO4484 Homo sapiens glypican 3 (GPC3), mRNA 1 6 12 

GAi353O NMiOO2539 Homo sapiens ornithine decarboxylase 1 1 1O 8 9 

(ODCl), mRNA 
GAi4145 NMiOO248O Protein phosphatase 1, regulatory(inhibitor) 1 6 6 6 

subunit 12A (PPP1R12A) 
GAi5992 NMiO14899 Homo sapiens Rho-related BTB domain 0 1O 7 13 

containing 3 (RHOBTB3), mRNA 
GAi6136 NMiO16368 Homo sapiens myo-inositol 1-phosphate 1 7 5 16 

synthase A1 (ISYNAl), mRNA 

GAi6165 NMiO15853 Orf (LOC51035) 1 5 9 5 

GAi6219 NMiO16139 16.7 Kd protein (LOC51142), 1 5 13 14 

GAi723 NMiOO5801 Homo sapiens putative translation initiation 1 14 15 19 

factor (SUI1), mRNA 

GAi9196 NMiOOO404 Homo sapiens galactosidase, beta 1 (GLB1), O 6 1O 7 

transcript variant 179423, mRNA 

GAi9649 NMiO14604 Tax interaction protein 1 (TIP-1) O 8 5 5 
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[0117] The relative expression levels Were calculated as 
follows: 

(#ESTs of the gene in hES cells+total unique genes in hES cells) 
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65 : (#ESTs of the gene in differentiated cells+total unique genes in differentiated cells) 

_ (#ESTs for the gene in hES cells+37,081) 

_ (#ESTs for the gene in differentiated cells+ 111,372) 

[0118] The es value is substantially >1 for genes marking 
the undifferentiated phenotype, and <1 for genes indicating 
differentiation. 

[0119] The Fisher Exact Test Was used to determine 
Whether changes Were statistically signi?cant. S. Siegel & 
N. J. Castellan. Nonparametric Statistics for the Behavioral 
Sciences (2nd ed., McGraW-Hill NJ, 1988). This is a stan 
dard test that can be used for 2x2 tables, and is conservative 
in declaring signi?cance if the data are sparse. For analysis 
of EST sequences, the tables Were of the folloWing form: 

TABLE 4 

Fisher Exact Test for Statistical Analysis of Differential Expression 

Gene X All Other Genes Total 

Pool a = number of A = number of sequences N = a + A 

A sequences in Pool A in Pool A NOT assigned total number of 
assigned to Gene X to Gene X sequences in Pool 

A 
Pool b = number of B = number of sequences M = b + B 

B sequences in Pool B in Pool B NOT assigned total number of 
assigned to Gene X to Gene X sequences in Pool 

B 

[0120] Where Pool A contains the sequences derived from 
the undifferentiated hES cells and Pool B contains the 

sequences from the other three cell types (EB, preHep, 
preNeu). N is equal to the number of sequences derived from 

the undifferentiated hES cells (37,081) and M is equal to the 
sum of all ESTs from the three differentiated cell types 

(111,372). For any given pair of pool siZes (N, M) and gene 
counts (c and C), the probability p of the table being 
generated by chance is calculated Where: 

[0121] and Where 0! by default is set to 1. The null 
hypothesis of a gene being equally represented in tWo pools 
is rejected When probability p§0.05, Where 0.05 is the level 
of statistical certainty. Thus, genes With p§0.05 are consid 
ered to be differentially represented. 

[0122] The folloWing markers Were identi?ed as changing 
their expression levels signi?cantly upon differentiation. 
The markers identi?ed With the symbol “Q” may play a role 
in the regulation of gene transcription. 

TABLE 5 

EST Frequency of Genes that Down-regulate upon Differentiation 

EST counts 

Geron ID GenBank ID Name ES EB preHEP preNeu Total Relative Expression 

GAflOOZl NMiO18124 hypothetical protein FLJ10520 (FLJ10520) 1 0 3 10 es 4.51 p = 0.02 

GAi10053 NMi033427 cortactin binding protein 2 (CORTBP2) 4 0 0 0 4 es > 4 p = 0.00 

GAi10057 AB051540 KIAA1753 protein sequence 4 1 1 0 6 es 6.01 p = 0.04 

GAi10082 NMi030645 KIAA1720 protein (KIAA1720) 6 0 1 0 7 es 18.02 p = 0.00 

GAi10153 NMi015039 chromosome 1 open reading frame 15 (C1orf15), 4 1 1 0 6 es 6.01 p = 0.04 

transcript variant 1 
GAi102 NMi015043 KIAA0676 protein (KIAA0676) 6 4 0 1 11 es 3.60 p = 0.03 

GAi10252 NMi003376 vascular endothelial groWth factor (VEGF) 5 2 0 2 9 es 3.75 p = 0.05 

GAi10258 AK091948 cDNA FLJ34629 ?s, clone KIDNE2015515, highly 4 0 0 0 4 es > 4 p = 0.00 

similar to NADP-dependent leukotriene b4 12 

hydroxydehydrogenase (EC 1.1.1.—) sequence 
GAi10308 NMi024046 hypothetical protein MGC8407 (MGC8407) 4 0 0 0 4 es > 4 p = 0.00 

GAi10327 NMi024077 SECIS binding protein 2 (SBP2) 9 2 3 2 16 es 3.86 p = 0.01 

GAi10334 NMi024090 long-chain fatty-acyl elongase (LCE) 5 0 0 2 7 es 7.51 p = 0.01 

GAi10513 NMi033209 Thy-1 co-transcribed (LOC94105) 7 2 2 1 12 es 4.20 p = 0.01 

GAi10528 NMi030622 cytochrome P450, subfamily IIS, polypeptide 1 6 0 1 0 7 es 18.02 p = 0.00 

(cYP2s1) 
GAi1053 NMi001618 ADP-ribosyltransferase (NAD+; poly (ADP-ribose) 25 13 14 9 61 es 2.09 p = 0.01 

polymerase) (ADPRT) 
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TABLE 5-c0ntinued 

EST Frequency of Genes that DoWn-regulate upon Differentiation 

EST counts 

Geron ID GenBank ID Name ES EB preHEP preNeu Total Relative Expression 

GAi10531 NMi015271 tripartite motif-containing 2 (TRIM2) 6 2 0 2 10 es 4.51 p = 0.02 
GAi10603 NMi025215 pseudouridylate synthase 1 (PUS1) 5 0 2 2 9 es 3.75 p = 0.05 
GAi10641 NMi025108 hypothetical protein FLJ13909 (FIJ13909) 6 0 0 1 7 es 18.02 p = 0.00 
GAi10649 NMi025082 hypothetical protein FLJ13111 (FLJ13111) 8 3 0 0 11 es 8.01 p = 0.00 
GAi1067 NMi020977 ankyrin 2, neuronal (ANK2), transcript variant 2 4 0 0 0 4 es > 4 p = 0.00 
GAi10696 NMi024888 hypothetical protein FLJ11535 (FIJ11535) 5 2 0 0 7 es 7.51 p = 0.01 
GAi10713 NMi024844 pericentrin 1 (PCNT1) 8 1 1 0 10 es 12.01 p = 0.00 
GAi1076 NMi001659 ADP-ribosylation factor 3 (ARF3) 19 8 5 4 36 es 3.36 p = 0.00 
GAi10831 NMi024619 hypothetical protein FLJ12171 (FIJ12171) 4 0 1 1 6 es 6.01 p = 0.04 
GAi1085 NMi000048 argininosuccinate lyase (ASL) 6 2 0 0 8 es 9.01 p = 0.00 
GAi10902 NMi024504 PR domain containing 14 (PRDM14) 12 1 0 0 13 es 36.04 p = 0.00 
GAi10905 NMi022362 MMS19-like (MET18 homolog, S. cerevisiae) 10 5 4 1 20 es 3.00 p = 0.02 

(MMS19L) 
GAi10935 NMi032569 cytokine-like nuclear factor n-pac (N-PAC) 8 3 1 1 13 es 4.81 p = 0.01 
GAi11047 NMi004728 DEAD/H (Asp-Glu-Ala-Asp/His) boX polypeptide 21 18 9 3 5 35 es 3.18 p = 0.00 

(DDX21) 
GAi11103 NMi138347 hypothetical protein BC005868 (LOC90233) 4 0 2 0 6 es 6.01 p = 0.04 
GAi1119 NMi001217 carbonic anhydrase XI (CA11) 5 1 2 1 9 es 3.75 p = 0.05 
GAi11368 NMi032147 hypothetical protein DKFZp434D0127 7 1 0 0 8 es 21.02 p = 0.00 

(DKFZP434D0127) 
GAi11398 NMi015471 DKFZP56601646 protein (DC8) 5 1 1 0 7 es 7.51 p = 0.01 
GAi11528 NMi021633 kelch-like protein C3IP1 (C3IP1) 5 1 0 1 7 es 7.51 p = 0.01 
GAi11532 NMi024900 PHD protein Jade-1 (Jade-1) ® 6 1 0 2 9 es 6.01 p = 0.01 
GAi11552 NMi024086 hypothetical protein MGC3329 (MGC3329) 6 3 0 1 10 es 4.51 p = 0.02 
GAi11577 AB058780 KIAA1877 protein sequence 4 2 0 0 6 es 6.01 p = 0.04 

GAi1160 NMi052988 cyclin-dependent kinase (CDC2-like) 10 (CDK10), 4 0 1 1 6 es 6.01 p = 0.04 
transcript variant 3 

GAi11600 NMi002883 Ran GTPase activating protein 1 (RANGAP1) 12 7 3 5 27 es 2.40 p = 0.03 
GAi11656 NMi018425 phosphatidylinositol 4-kinase type II (PI4KII) 5 1 1 2 9 es 3.75 p = 0.05 
GAi11773 NMi025109 hypothetical protein FLJ22865 (FLI22865) 6 0 0 0 6 es > 4 p = 0.00 
GAi11790 NMi013432 nuclear factor of kappa light polypeptide gene ® 5 2 0 0 7 es 7.51 p = 0.01 

enhancer in B-cells inhibitor-like 2 (NFKBIL2) 
GAi11868 NMi032844 hypothetical protein FLJ14813 (FLJ14813) 6 2 1 1 10 es 4.51 p = 0.02 
GAi11893 NMi032805 hypothetical protein FLJ14549 (FLI14549) 25 0 0 0 25 es > 4 p = 0.00 
GAi11964 NMi032620 mitochondrial GTP binding protein (GTPBG3) 5 1 1 2 9 es 3.75 p = 0.05 
GAi11971 NMi138575 hypothetical protein MGC5352 (MGC5352) 4 1 1 0 6 es 6.01 p = 0.04 
GAi12025 NMi020465 NDRG family member 4 (NDRG4) 4 1 0 0 5 es 12.01 p = 0.02 
GAi12064 4 1 0 0 5 es 12.01 p = 0.02 

GAi1212 NMi001313 collapsin response mediator protein 1 (CRMP1) 7 1 1 2 11 es 5.26 p = 0.01 
GAi12167 NMi138357 hypothetical protein BC010682 (LOC90550) 4 0 0 0 4 es > 4 p = 0.00 
GAi1217 NMi001316 CSE1 chromosome segregation 1-like (yeast) 23 7 5 2 37 es 4.93 p = 0.00 

(CSE1L) 
GAi12173 NMi021912 gamma-aminobutyric acid (GABA) A receptor, beta 4 0 0 0 4 es > 4 p = 0.00 

3 (GABRB3), transcript variant 2 
GAi12253 NMi032420 protocadherin 1 (cadherin-like 1) (PCDH1), 5 0 0 2 7 es 7.51 p = 0.01 

transcript variant 2 
GAi12279 NMi033019 PCTAIRE protein kinase 1 (PCTK1), transcript 11 7 2 4 24 es 2.54 p = 0.03 

variant 3 
GAi12318 NMi032447 ?brillin3 (KIAA1776) 6 0 0 0 6 es > 4 p = 0.00 
GAi1236 NMi003611 oral-facial-digital syndrome 1 (OFD1) 4 0 1 0 5 es 12.01 p = 0.02 
GAi12367 NMi033317 hypothetical gene ZD52F10 (ZD52F10) 8 1 4 4 17 es 2.67 p = 0.05 
GAi12386 AB002336 KIAA0338 sequence 4 1 0 0 5 es 12.01 p = 0.02 

GAi12440 NMi032383 Hermansky-Pudlak syndrome 3 (HPS3) 7 1 0 0 8 es 21.02 p = 0.00 
GAi12522 NMi052860 kruppel-like Zinc ?nger protein (ZNF300) ® 6 2 2 1 11 es 3.60 p = 0.03 
GAi1260 NMi000791 dihydrofolate reductase (DHFR) 15 4 2 4 25 es 4.51 p = 0.00 
GAi12630 NMi015356 scribble (SCRIB) 12 4 0 2 18 es 6.01 p = 0.00 

GAi12635 NMi002913 replication factor C (activator 1) 1, 145 kDa (RFC1) 8 0 1 0 9 es 24.03 p = 0.00 
GAi12640 NMi004741 nucleolar and coiled-body phosphoprotein 1 16 9 7 6 38 es 2.18 p = 0.02 

(NOLC1) 
GAi1265 NMi001387 dihydropyrimidinase-like 3 (DPYSL3) 39 13 3 14 69 es 3.90 p = 0.00 
GAi12672 D86976 similar to Celegans protein (Z37093) sequence 5 2 0 1 8 es 5.01 p = 0.03 
GAi12767 NMi015360 KIAA0052 protein (KIAA0052) 8 2 2 1 13 es 4.81 p = 0.01 
GAi12899 BC039246 clone IMAGE: 5278517 5 2 1 1 9 es 3.75 p = 0.05 

GAi12900 NMi003302 thyroid hormone receptor interactor 6 (TRIP6) ® 12 3 3 4 22 es 3.60 p = 0.00 
GAi12949 BC033781 PAX transcription activation domain interacting ® 4 0 0 1 5 es 12.01 p = 0.02 

protein 1 like sequence 
GAi12954 NMi003972 BTAF1 RNA polymerase II, B-TFIID transcription ® 7 3 2 0 12 es 4.20 p = 0.01 

factor-associated, 170 kDa (Mot1 homolog, S. 
cerevisiae) (BTAF1) 














































































































































































